Improving biomolecular pattern discovery and visualization with hybrid self-adaptive networks.
There is an increasing need to develop powerful techniques to improve biomedical pattern discovery and visualization. This paper presents an automated approach, based on hybrid self-adaptive neural networks, to pattern identification and visualization for biomolecular data. The methods are tested on two datasets: leukemia expression data and DNA splice-junction sequences. Several supervised and unsupervised models are implemented and compared. A comprehensive evaluation study of some of their intrinsic mechanisms is presented. The results suggest that these tools may be useful to support biological knowledge discovery based on advanced classification and visualization tasks.